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WHAT IS CLAIMED IS: 

1. An isolated polynucleotide comprising a nucleotide sequence selected. from the 
group consisting of SEQ ID NO: 1-739, a mature protein coding portion of SEQ ID 
NO: 1-739, an active domain of SEQ ID NO: 1-739, and complementary sequences 
thereof. 

2. An isolated polynucleotide encoding a polypeptide with biological activity, 
wherein said polynucleotide hybridizes to the polynucleotide of claim 1 finder stringent 
hybridization conditions. 

3. An isolated polynucleotide encoding a polypeptide with biological activity, 
wherein said polynucleotide has greater than about 90% sequence identity with the 
polynucleotide of claim 1 . 

4. The polynucleotide of claim 1 wherein said polynucleotide is DNA. 

5. An isolated polynucleotide of claim 1 wherein said polynucleotide comprises the 
complementary sequences. 

6. A vector comprising the polynucleotide of claim 1. 

7. An expression vector comprising the polynucleotide of claim 1. 

8. A host cell genetically engineered to comprise the polynucleotide of claim 1 . 

9. A host cell genetically engineered to comprise the polynucleotide of claim 1 
operatively associated with a regulatory sequence that modulates expression of the 
polynucleotide in the host cell. 

1 0. An isolated polypeptide, wherein the polypeptide is selected from the group 
consisting of: 
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(a) a polypeptide encoded by any one of the polynucleotides of claim 1 ; and 

(b) a polypeptide encoded by a polynucleotide hybridizing under stringent 
conditions with any one of SEQ ID NO: 1 -739. 

11. A composition comprising the polypeptide of claim 1 0 and a carrier. 

12. An antibody directed against the polypeptide of claim 10. 

13. A method for detecting the polynucleotide of claim 1 in a sample, comprising: 

a) contacting the sample with a compound that binds to and forms a 
complex with the polynucleotide of claim 1 for a period sufficient to form the complex; 
and 

b) detecting the complex, so that if a complex is detected, the 
polynucleotide of claim 1 is detected. 

14. A method for detecting the polynucleotide of claim 1 in a sample, comprising: 

a) contacting the sample under stringent hybridization conditions 
with nucleic acid primers that anneal to the polynucleotide of claim 1 under such 
conditions; 

b) amplifying a product comprising at least a portion of the 
polynucleotide of claim 1 ; and 

c) detecting said product and thereby the polynucleotide of claim 1 in 

the sample. 

15. The method of claim 14, wherein the polynucleotide is an RNA molecule and the 
method further comprises reverse transcribing an annealed RNA molecule into a cDNA 
polynucleotide. 

16. A method for detecting the polypeptide of claim 10 in a sample, comprising: 
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a) contacting the sample with a compound that binds to and forms a 
complex with the polypeptide under conditions and for a period sufficient to form the 
complex; and 

b) detecting formation of the complex, so that if a complex formation 
is detected, the polypeptide of claim 1 0 is detected. 

17. A method for identifying a compound that binds to the polypeptide of claim 1 0, 
comprising: 

a) contacting the compound with the polypeptide of claim 1 0 under 
conditions sufficient to form a polypeptide/compound complex; and 

b) detecting the complex, so that if the polypeptide/compound 
complex is detected, a compound that binds to the polypeptide of claim 10 is identified. 



18. A method for identifying a compound that binds to the polypeptide of claim 1 0, 
comprising: 

a) contacting the compound with the polypeptide of claim 1 0, in a 
cell, under conditions sufficient to form a polypeptide/compound complex, wherein the 
complex drives expression of a reporter gene sequence in the cell; and 

b) detecting the complex by detecting reporter gene sequence 
expression, so that if the polypeptide/compound complex is detected, a, compound that 
binds to the polypeptide of claim 1 0 is identified. 



1 9. A method of producing the polypeptide of claim 1 0, comprising, 

a) culturing a host cell comprising a polynucleotide sequence selected 
from the group consisting of a polynucleotide sequence of SEQ ID NO: 1-739, a mature 
protein coding portion of SEQ ID NO: 1-739, an active domain of SEQ ID NO: 1-739, 
complementary sequences thereof and a polynucleotide sequence hybridizing under 
stringent conditions to SEQ ID NO: 1-739, under conditions sufficient to express the 
polypeptide in said cell; and 

b) isolating the polypeptide from the cell culture or cells of step (a). 



298 



WO 01/53455 



PCT/US00/35017 



20. An isolated polypeptide comprising an amino acid sequence selected from the 
group consisting of SEQ ID NO: 740-1478, the mature protein portion thereof, or the 
active domain thereof. 

21 . The polypeptide of claim 20 wherein the polypeptide is provided on a polypeptide 
array. 

22. A collection of polynucleotides, wherein the collection comprises the sequence 
information of at least one of SEQ ID NO: 1-739. 

23. The collection of claim 22, wherein the collection is provided on a nucleic acid 
array. 

24. The collection of claim 23, wherein the array detects full-matches to any one of 
the polynucleotides in the collection. 

25. The collection of claim 23, wherein the array detects mismatches to any one of 
the polynucleotides in the collection. 

26. The collection of claim 22, wherein the collection is provided in a computer- 
readable format. 

27. A method of treatment comprising administering to a mammalian subject in need 
thereof a therapeutic amount of a composition comprising a polypeptide of claim 10 or 20 
and a pharmaceutically acceptable carrier. 

28. A method of treatment comprising administering to a mammalian subject in need 
thereof a therapeutic amount of a composition comprising an antibody that specifically 
binds to a polypeptide of claim 10 or 20 and a pharmaceutically acceptable carrier. 
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<210> 713 
<2XX> 524 
<212> DNA 
<213> Homo sapiens 



<400> 713 

atccccacag ggfcaatgggt gtcccgafcgt cacgggggac tctgtgatcc gtgttcccct 60 

gaccctccta gtgcacaact tggccgggct cactgggctc ctgcaccact gcctgtcagg 12 O 

tccgctgcca gccccaagcc ccccaccagc catgagctcc tccagaaagg accacctcgg ISO 

cgccagcagc tcagagcccc tcccggtcat cattgfcgggfc aacggcccct ctggtatctg 24 0 

cctgtcctac- ctgctctccg gctacacacc ctacacgaag ccagatgcca tccacccaca 300 

ccccctgctg cagaggaagc tcaccgaggc cccgggggtc tccatcctgg accaggacct 36 0 

ggactacctg tccgaaggcc tcgaaggccg atcccaaagc cccgtggccc fcgctctttga 42 0 

tgcccttcta cgcccagaca cagactttgg gggaaacatg aagtcggtcc tcacctggaa 480 

gcaccggaag gagcacgcca tcccccacgt ggtfccfcggge cgga 524 



<210> 714 
<211> 2468 
<212> DNA 

<213> Homo sapiens 



<400> 714 

gaatcgacgc acgcgtgcgc agcgctgcca gcgtggaagg agctgcgggg cgcgggagga 60 

ggaagtagag c c cggga c eg ccagcjccacc SLccggcccfcc t.ca.gccB.t.GfCf acgcgfcccct 120 

ggagaagata gcagacccca cgfcfcagcfcga aatgggaaaa aacttgaagg aggcagfcgaa 18 O 

gatgetggag gacagtcaga gaagaacaga agaggaaaat ggaaagaagc teatatcegg 240 

agatattcca ggcccactcc agggcagtgg gcaagatatg gtgagcatcc tccagttagt 300 

tcagaatctc atgcatggag atgaagatga ggagccccag agccccagaa tccaaaatat 36 O 

tggagaacaa ggtcatatgg ctttgttggg acacagtctg ggagefctata tttcaactct 42 0 

ggacaaagag aagctgagaa aacttacaac taggatactt tcagafcacca ccttatggct 480 

atgeagaatt fcfccagafcafcg aaaatgggtg tgettattte cacgaagagg aaagagaagg 540 

acttgeaaag atatgfcaggc ttgecattea ttctcgatat gaagacttcg tagtggatgg 60 0 

cttcaatgtg ttatataaca agaagectgt catatatctt agfcgctgctg ctagacctgg 660 

cctgggccaa tacctttgta ateagctegg cttgcccttc ccctgcttgh gccgtgtacc 720 

ctgtaacact gtgtfcfcggat cccagcatca gatggafcgtt gccttcctgg agaaactgat 780 

taaagatgat atagagegag gaagactgee cctgttgctt gtcgcaaatg caggaaegge 840 

agcagfcagga cacacagaca agattgggag attgaaagaa ctctgtgagc agtatggcat 900 

atggcfctcafc gtggagggtg tgaafcctggc aacattggct ctgggttatg tctcctcatc 960 

agtgctggct geagecaaat gtgatagoat gacgatgact cctggcccgt ggctgggttt 1020 

gccagctgtt cctgcggtga cactgtataa acacgatgac cctgccttga ctttagttgc 108 O 

tggtcttaca tcaaataagc ccacagacaa actccgtgcc ctgcctctgt ggttatctfct 114 0 

acaatacttg ggacttgatg ggtttgtgga gaggatcaag catgcctgtc aactgagtca 12 00 

acggttgcag gaaagtttga agaaagfcgaa ttacatcaaa atcttggtgg aagatgagct 126 0 

cagctcccca gtggtggtgt tcagattfctfc ccaggaatta ccaggctcag atccggtgtt 132 0 

taaagccgtc ccagtgccca acatgacacc ttcaggagtc ggcegggaga ggcactcgtg 13 8 0 

tgacgcgctg aatcgctggc tgggagaaca gctgaagcag ctggtgcctg caagcggcct 1440 

cacagtcatg gatctggaag ctgagggcac gtgtt tgegg ttcagccctt tgatgacege 1 500 

agcaggtaaa ccaggcttgg tggacatccc ttgcttttgt tctggggctg ctgggtagat 1S6 0 

tagcttgccc ttatgatact ccafctctcct agagttatta gcagctcttt ttggaggggc 162 0 
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attttctttt 
tcagaatgag 
cccagcacct 
ctggccaaca 
gtccacagcc 
ggtcccactg 
taccagggag 
tccaagacgg 
gaaggatcgc 
tctacaaaaa 
gggaggtaga 
gatcgcatca 
aatacataca 
tacacaactt 
cactagca . 



cttttgggct 
aattcagaag 
tgggaggcca 
tagtgaaatc 
cccacacaga 
tgggacca ca 
cacaggggag 
ccaggcactg 
cfcgagcccag 
aatacacatt 
ggagagaaaa 
ctgtactcca 
taattaataa 
ctacgcaaaa 



aaatttaggt 
tcacctgaat 
aggcaggcag 
ccgcccctac 
ctcgaggggc: 
accaggtatg 
caggcgccac 
gggcacacgc 
gattttgaaa 
agccaggcat 
atcacttgag 
gctggggtga 
ataaaacatc 
tataaataaa 



agattagcat 
tggccgggca 
atcatctgag 
taaaaataca 
ccccatctcc 
actgtgtgag 
cfctgaggcat 
cggtaacaca 
ccaccctggg 
ggcggcatgc 
cccagagagg 
aacggcgaga 
aaagaccagc 
attagaaaac 



tcccatgtaa 
Ugg tggctca 
gtcaggagtt 
aaaaattagc 
tgttctgaac 
aagcaggctc 
aaacccagag 
gcaccgtggg 
caacacagtg 
gcctggggtc 
tcaaggctac 
ctctacctca 
cgacctaact 
aaactacaat 



cttaccagaa 
cacctgtaat 
cgagaccagc 
caggcaccct 
ccaaoagggfc 
actaccaggc 
aaacaagacc 
agctgagacg 
agaccccgta 
ccaagtactc 
agggagctga 
aaaataaata 
ccatctaaaa 
ctcagaaaag 



1680 
1740 
1800 
I860 
1920 
1980 
2040 
2100 
2160 
2220 
2280 
2340 
2400 
2460 
2468 



<210> 715 
<211> 924 
<212> DNA 
<213> Homo sapiens 

<220* 

<22l> misc_feature 
<222> (1) . - - (924) 
<223> ji = a,t,c or g 



<400> 715 

tttcgtgtaa gatataactc aactttgaaa atgtcagccg ttafcagttga agaaatctga 60 

cccaagagac ttcgctccgc fcgcaagatgg aaggaagctt aagtaagaca taaatttgta 120 

atgaacttgc tcacaacatc cgccgccact gtgacttgca gtcatcatcc attaccacaa 18 O 

aattagttgc aggafcggcta ctcgtatccc tccacacatg atcatcagta tttgcctcct 240 

gtgtcccaac cggccfcgagfc caaggttacg actcactgat taaaaagagg gactttttca 3O0 

aatactttgc acttttgatt gtgtattatg gataccaagg aagagaagaa ggaacggaaa 360 

caaagttatt ttgctcgact gaaaaagaaa aaacaagcca aacaaaatgc agagacagcc 42 o 

tcagctgtag ctacaaggac tcatactggg aaggaagata ataatacagt agttttagag 480 

ccagacaagt gcaacattgc tgtggaagag gaatatatga ctgatgagaa aaaaaagaga 540 

aaaagtaatc agttaaagga gatcaggcgt acagaactaa agagatatta tagfcattgat eoo 

gacaatcaaa acaaaacaca tgataaaaaa gagaagaaga tggtggttca gaagccccat 660 

gggactatgg aatacactgc tggaaaccag gacaccctaa actccatagc actgaaattt 720 

aacatcactc ccaataaatt ggtggaactg aataaacttt tcacacatac tattgttcca 780 

ggccaggtcc tttttgtgcc agatgccaac tctccttcca gtaccttaag gctatcatca 840 

tccagtcctg gtgctactgt ctctccttca tcatnagatg cagaatatgn taattggctg 900 
atgctgactt agcacggaag gctt 



<210> 716 
<211> 679 
<212> DKBV 
<213> Homo sapiens 
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35 

Pro Ala Met Ser Ser 
50 

Glu Pro lieu. Pro Val 
65 

Leu Ser Tyr Leu Leu 
85 

lie His Pro His Pro 
lOO 

Val Ser He lieu Asp 
lis 

Gly Arg Ser Gin Ser 
130 

Pro Asp Thar Asp Phe 
145 

His Arg Lys Glu His 
165 



40 

Ser Arg Lys Asp His Leu 
55 

He lie Val Gly Asn Gly 
70 75 
Ser Gly Tyr Thr Pro Tyr 
90 

Leu Leu Gin Arg Lys Leu 
105 

Gin Asp Leu Asp Tyr Leu 
12 0 

Pro Val Ala Leu Leu Phe 
135 

Gly Gly Asn Met Lys Ser 
150 155 
Ala lie Pro His Val Val 
170 



45 

Gly Ala Ser Ser Ser 
60 

Pro Ser Gly lie Cys 
80 

Thr Lys Pro Asp Ala 
95 

Thr Glu Ala Pro Gly 
110 

Ser Glu Gly Leu Glu 
125 

Asp Ala Leu Leu Arg 
140 

Val Leu Thr Trp Lys 
160 

Leu Gly Arg 
174 



<210> 1453 
<211> 518 
<212>Amino acid 
<213> Homo sapiens 



<400> 1453 

Asn Arg Arg Thr Arg Ala Gin Arg Cys Gin Arg Gly Arg Ser Cys Gly 

1 5 10 xs 

Ala Arg Glu Glu Glu Val Glu Pro Gly Thr Ala Arg Pro Pro Pro Ala 

20 25 , 30 

Ala Ser Ala Met Asp Ala Ser Leu Glu Lys lie Ala Asp Pro Thr Leu 

35 40 45 

Ala Glu Met Gly Lys Asn Leu Lys Glu Ala Val Lys Met Leu Glu Asp 

50 55 60 

Ser Gin Arg Arg Thr Glu Glu Glu Asn Gly Lys Lys Leu lie Ser Gly 
65 70 75 80 

Asp lie Pro Gly Pro Leu Gin Gly Ser Gly Gin Asp Met Val Ser lie 

85 90 95 

Leu Gin Leu Val Gin Asn Leu Met His Gly Asp Giu Asp Glu Glu Pro 

100 105 no 

Gin Ser Pro Arg lie Gin Asn He Gly Glu Gin Gly His Met Ala Leu 

115 120 125 

Leu Gly His Ser Leu Gly Ala Tyr lie Ser Thr Leu Asp Lys Glu Lys 

130 135 140 

Leu Arg Lys Leu Thr Thr Arg lie Leu Ser Asp Thr Thr Leu Trp Leu 
i4S 150 155 160 

Cys Arg Xle Phe Arg Tyr Glu Asn Gly Cys Ala Tyr Phe His Glu Glu 

165 170 175 

Glu Arg Glu Gly Leu Ala Lys He Cys Arg Leu Ala lie His Ser Arg 

180 185 190 

Tyr Glu Asp Phe Val Val Asp Gly Phe Asn Val Leu Tyr Asn Lys Lys 

195 200 205 

Pro Val lie Tyr- Leu Ser Ala Ala Ala Arg Pro. Gly Leu Gly Gin Tyr 

210 215 220 

Leu Cys Asn Gin Leu Gly Leu Pro Phe Pro Cys Leu Cys Arg Val Pro 
225 230 235 240 

Cys Asn Thr Val Phe Gly Ser Gin His Gin Met Asp Val Ala Phe Leu 

245 250 255 

Glu Lys Leu He Lys Asp Asp Xle Glu Arg Gly Arg Leu Pro Leu Leu 

260 265 270 

Leu Val Ala Asn Ala Gly Thr Ala Ala Val Gly His Thr Asp Lye He 
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